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generations	of	exposure	 to	 the	Chernobyl	environment	has	 significantly	altered	ge-
netic	 diversity	 of	 the	mitochondrial	 genome.	Using	deep	 sequencing,	we	 compared	
mitochondrial	 genomes	 from	 131	 individuals	 from	 reference	 sites	 with	 radioactive	
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1  | INTRODUCTION
It	 is	well	 documented	 that	high	doses	of	 acute	 radiation	 cause	mu-
tations	 with	 frequent	 negative	 genetic	 and	 health	 consequences	
(Hallahan,	Spriggs,	Beckett,	Kufe,	&	Weichselbaum,	1989;	Hong	et	al.,	
1995;	 Little,	 Nagasawa,	 Pfenning,	 &	 Vetrovs,	 1997;	 Morgan,	 Day,	
Kaplan,	McGhee,	&	Limoli,	1996;	Müller	et	al.,	1996;	Tucker,	Cofield,	
Matsumoto,	 Ramsey,	 &	 Freeman,	 2005;	Ward,	 1995).	What	 is	 not	
